Bacillus farraginis R-6540 T is a Gram-positive, aerobic, and spore-forming bacterium with very high intrinsic heat resistance. Here, we report the 5.32-Mb draft genome sequence of B. farraginis R-6540 T , which is the first genome sequence of this species and will promote its fundamental research. T he type strain R-6540 T (ϭ LMG 22081 T ϭ DSM 16013 T ) was isolated from the mixed fodder for cattle at dairy farms and named Bacillus farraginis (1). Except for its taxonomic literature, no additional information about B. farraginis has been obtained so far. Because there is no available genomic information for B. farraginis, its type strain (6540 T ) was selected as one of the research objects in our genome sequencing project for genomic taxonomy and phylogenomics of Bacillus-like bacteria. Here, we present the first draft genome sequence of B. farraginis.
he type strain R-6540 T (ϭ LMG 22081 T ϭ DSM 16013 T ) was isolated from the mixed fodder for cattle at dairy farms and named Bacillus farraginis (1) . Except for its taxonomic literature, no additional information about B. farraginis has been obtained so far. Because there is no available genomic information for B. farraginis, its type strain (6540 T ) was selected as one of the research objects in our genome sequencing project for genomic taxonomy and phylogenomics of Bacillus-like bacteria. Here, we present the first draft genome sequence of B. farraginis.
The genome sequence of B. farraginis 6540 T was obtained by paired-end sequencing on an Illumina HiSeq 2500 system. One DNA library with an insert size of 464 bp was constructed and sequenced. After filtering of the 0.53 Gb of raw data, 0.50 Gb clean data were obtained, providing approximately 94-fold coverage. The reads were assembled via the SOAPdenovo software version 1.05 (2), using a key parameter K setting at 71. Through the data assembly, 86 scaffolds with a total length of 5,320,788 bp were obtained, and the scaffold N 50 was 145,828 bp. The average length of the scaffolds was 61,870 bp, and the longest and shortest scaffolds were 482,514 bp and 502 bp, respectively. Of the clean reads, 94.16% could be aligned back to the genome, which covered 98.41% of the sequence.
The annotation of the genome was performed using the Glimmer, RNAmmer, and tRNAscan-SE tools (3). A total of 5,597 genes were predicted, including 5,432 coding sequences, 141 tRNAs, and 24 rRNA genes. There were 3,703 and 2,181 genes assigned to the COG and KEGG databases, respectively. The average DNA GϩC content was 34.74 %, having some difference with the former value 43.7 mol% (1).
Nucleotide sequence accession numbers. This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession number LMCA00000000. The version described in this paper is the first version, LMCA01000000.
